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Detailed template

information
# Template Alignment Coverage 3D Model Confidence % i.d. Template Information
PDB header:oxidoreductase
1 c3rikol. Al Chain: L: PDB Molecule:nadh-quinone oxidoreductase subunit I;
S ignment PDBTitle: crystal structure of the membrane domain of respiratory
complex i from2 e. coli at 3.0 angstrom resolution
PDB header:oxidoreductase
> caheaT Al 7 Chain: T: PDB Molecule:nadh-quinone oxidoreductase subunit 12;
e lgnmen PDBTitle: crystal structure of the entire respiratory complex i from
thermus2 thermophilus
PDB header:proton transport
. Chain: F: PDB Molecule:nadh dehydrogenase subunit 5;
3 cbhumf, Alignment PDBTitle: structure of the photosynthetic complex i from
thermosynechococcus2 elongatus
PDB header:oxidoreductase
. Chain: 5: PDB Molecule:nd5 subunit (nuSm);
& S Alignment PDBTitle: cryo-em structure of respiratory complex i from yarrowia
lipolytica
PDB header:oxidoreductase
5 c6g2jL Alignment Chain: L: PDB Molecule:nadh-ubiquinone oxidoreductase chain 5;
PDBTitle: mouse mitochondrial complex i in the active state
PDB header:oxidoreductase
6 c5ldwl Alignment Chain: L: PDB Molecule:nadh-ubiquinone oxidoreductase chain 5;
PDBTitle: structure of mammalian respiratory complex i, classl
PDB header:oxidoreductase
7 c3rkoM . Chain: M: PDB Molecule:nadh-quinone oxidoreductase subunit m;
S Alignment PDBTitle: crystal structure of the membrane domain of respiratory
complex i from2 e. coli at 3.0 angstrom resolution
PDB header:proton transport
Chain: D: PDB Molecule:nad(p)h-quinone oxidoreductase chain 4
8 c6humD_ Alignment 1;
PDBTitle: structure of the photosynthetic complex i from
thermosynechococcus2 elongatus
PDB header:membrane protein
Chain: H: PDB Molecule:monovalent cation/h+ antiporter subunit
9 cbefwH_ Alignment d;
PDBTitle: cryoem structure of a respiratory membrane-bound
hydrogenase
PDB header:oxidoreductase
. Chain: 4: PDB Molecule:nd4 subunit (nu4m);
10 cbacsa, Alignment PDBTitle: cryo-em structure of respiratory complex i from yarrowia
lipolytica
PDB header:proton transport
11 c6humB_ i mra Chain: B: PDB Molecule:nad(p)h-quinone oxidoreductase subunit 2;

PDBTitle: structure of the photosynthetic complex i from
thermosynechococcus2 elongatus
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c5ldwL_.6.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3rkoM_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c3rkoM_.7.pdb
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http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c6humD_.8.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6cfwH_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c6cfwH_.9.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6gcs4_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c6gcs4_.10.pdb
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PDB header:oxidoreductase
Chain: M: PDB Molecule:nadh-quinone oxidoreductase subunit 13;

12 cahedM_ Alignment 23 ppBTitle: crystal structure of the membrane domain of respiratory
complex i from2 thermus thermophilus
PDB header:oxidoreductase
. Chain: N: PDB Molecule:nadh-quinone oxidoreductase subunit n;
13 c3rkoN, Alignment 18 ppBTitle: crystal structure of the membrane domain of respiratory
complex i from2 e. coli at 3.0 angstrom resolution
PDB header:oxidoreductase
14 c5ldwM_ Alignment 16 Chain: M: PDB Molecule:nadh-ubiquinone oxidoreductase chain 4;
PDBTitle: structure of mammalian respiratory complex i, classl
PDB header:oxidoreductase
; Chain: |: PDB Molecule:nadh-quinone oxidoreductase subunit 14;
15 cdheBl_ Alignment 24 ppBTitle: crystal structure of the membrane domain of respiratory
complex i from2 thermus thermophilus
o, PDB header:oxidoreductase
5 . .
; RN RAAN, Chain: 2: PDB Molecule:nd2 subunit (nu2m);
16 cbgcsz, Alignment RS- 7 ppBrTitle: cryo-em structure of respiratory complex i from yarrowia
lipolytica
PDB header:oxidoreductase/electron transport
" . Chain: |: PDB Molecule:nadh dehydrogenase [ubiquinone] 1 alpha
17 coxtdi Alignment 15 subcomplex subunit
PDBTitle: cryo-em structure of human respiratory complex i
PDB header:oxidoreductase
18 Cc6g2jN_ Alignment 19 Chain: N: PDB Molecule:nadh-ubiquinone oxidoreductase chain 2;
PDBTitle: mouse mitochondrial complex i in the active state
PDB header:oxidoreductase
19 c5ldwN_ Alignment 17 Chain: N: PDB Molecule:nadh-ubiquinone oxidoreductase chain 2;
PDBTitle: structure of mammalian respiratory complex i, classl
— PDB header:proton transport
. Chain: A: PDB Molecule:nad(p)h-quinone oxidoreductase subunit 1;
20 c6humA_ Alignment 14 ppBTitle: structure of the photosynthetic complex i from
thermosynechococcus2 elongatus
— PDB header:oxidoreductase
. Chain: 1: PDB Molecule:ndl subunit (nulm);
21 cbocsl, Alignment e (sl 12 ppBTitle: cryo-em structure of respiratory complex i from yarrowia
lipolytica
— PDB header:oxidoreductase
22 c5lc5H_ Alignment not modelled 13 Chain: H: PDB Molecule:nadh-ubiquinone oxidoreductase chain 1;
PDBTitle: structure of mammalian respiratory complex i, class2
— PDB header:membrane protein
. Chain: M: PDB Molecule:mbh13 nadh dehydrogenase subunit;
23 cbcfwM_ Alignment e (inoeetes 4 PDBTitle: cryoem structure of a respiratory membrane-bound
hydrogenase
PDB header:membrane protein
. Chain: |: PDB Molecule:mbh subunit;
24 cobefwl, Alignment i (e ed a2 22 ppBTitle: cryoem structure of a respiratory membrane-bound
hydrogenase
PDB header:oxidoreductase
. Chain: K: PDB Molecule:nadh-quinone oxidoreductase subunit k;
25 c3rkokK, Alignment e et B 16 ppBTitle: crystal structure of the membrane domain of respiratory
complex i from2 e. coli at 3.0 angstrom resolution
PDB header:proton transport
Chain: E: PDB Molecule:nad(p)h-quinone oxidoreductase subunit
26 c6humE_ Alignment not modelled 87.9 19 4l;
PDBTitle: structure of the photosynthetic complex i from
thermosynechococcus2 elongatus
PDB header:membrane protein
Chain: G: PDB Molecule:monovalent cation/h+ antiporter subunit
27 c6efwG_ Alignment not modelled 82.6 15 ¢
PDBTitle: cryoem structure of a respiratory membrane-bound
hydrogenase
PDB header:oxidoreductase
28 caheak_ T it mrasllEd) 80.1 12 Chain: K: PDB Molecule:nadh-quinone oxidoreductase subunit 11;

PDBTitle: crystal structure of the entire respiratory complex i from



http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4he8M_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c4he8M_.12.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c3rkoN_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c3rkoN_.13.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5ldwM_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c5ldwM_.14.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c4he8I_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c4he8I_.15.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6gcs2_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c6gcs2_.16.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5xtdi_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c5xtdi_.17.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6g2jN_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c6g2jN_.18.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c5ldwN_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c5ldwN_.19.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6humA_
http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/b283e1e8f51caae1/c6humA_.20.pdb
http://www.sbg.bio.ic.ac.uk/phyre2/html/flibview.cgi?pdb=c6gcs1_
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thermus2 thermophilus

29

cbgesl_

Alignment

not modelled

78.9

19

PDB header:oxidoreductase

Chain: L: PDB Molecule:nd4| subunit (nulm);

PDBTitle: cryo-em structure of respiratory complex i from yarrowia
lipolytica

30

dla6gal

Alignment

not modelled

29

Fold:Another 3-helical bundle

Superfamily:Protein serine/threonine phosphatase 2C, C-terminal
domain

Family:Protein serine/threonine phosphatase 2C, C-terminal domain

31

c692jK_

Alignment

not modelled

34.3

17

PDB header:oxidoreductase
Chain: K: PDB Molecule:nadh-ubiquinone oxidoreductase chain 4l;
PDBTitle: mouse mitochondrial complex i in the active state

32

c2kncA_

Alignment

not modelled

15

PDB header:cell adhesion

Chain: A: PDB Molecule:integrin alpha-iib;

PDBTitle: platelet integrin alfaiib-beta3 transmembrane-
cytoplasmic2 heterocomplex

33

dlo8bbl

Alignment

not modelled

28.8

24

Fold:NagB/RpiA/CoA transferase-like
Superfamily:NagB/RpiA/CoA transferase-like
Family:D-ribose-5-phosphate isomerase (RpiA), catalytic domain

34

Alignment

not modelled

35

c4x84C_

Alignment

not modelled

36

dljdna_

Alignment

not modelled

37

dlslga_

Alignment

not modelled

38

c5voxb_

Alignment

not modelled

39

dlbcce2

Alignment

not modelled

40

c5ldwk_

Alignment

not modelled

41

c5lc5K_

Alignment

not modelled

42

c5Inkm_

Alignment

not modelled

43

Alignment

not modelled

a4

Alignment

not modelled

a5

c5zIgA_

Alignment

not modelled

46

c5ldxb_

Alignment

not modelled

47

c5031b_

Alignment

not modelled

48

c5ldwb_

Alignment

not modelled

49

c5lc5b_

Alignment

not modelled

50

c4he8H_

Alignment

not modelled

51

c5060M_

Alignment

not modelled

52

d3d37a2

Alignment

not modelled

53

c6odmK_

Alignment

not modelled

54

c2klaA_

Alignment

not modelled

33

PDB header:antimicrobial protein

Chain: A: PDB Molecule:aoxki4a, antimicrobial peptide in spider
venom;

PDBTitle: oxki4a, spider derived antimicrobial peptide

25

PDB header:isomerase

Chain: C: PDB Molecule:ribose-5-phosphate isomerase a;
PDBTitle: crystal structure of ribose-5-phosphate isomerase a from
pseudomonas2 aeruginosa

Fold:Aquaporin-like
Superfamily:Aquaporin-like
Family:Aquaporin-like

31

Fold:UBC-like
Superfamily:UBC-like
Family:UEV domain

13

PDB header:hydrolase

Chain: B: PDB Molecule:v-type proton atpase subunit b;
PDBTitle: yeast v-atpase in complex with legionella pneumophila
effector sidk2 (rotational state 1)

26

Fold:Single transmembrane helix
Superfamily:ISP transmembrane anchor
Family:ISP transmembrane anchor

16

PDB header:oxidoreductase
Chain: K: PDB Molecule:nadh-ubiquinone oxidoreductase chain 4l;
PDBTitle: structure of mammalian respiratory complex i, classl

16

PDB header:oxidoreductase
Chain: K: PDB Molecule:nadh-ubiquinone oxidoreductase chain 4l;
PDBTitle: structure of mammalian respiratory complex i, class2

30

PDB header:oxidoreductase
Chain: M: PDB Molecule:mitochondrial complex i, nd4 subunit;
PDBTitle: entire ovine respiratory complex i

26

Fold:Single transmembrane helix
Superfamily:ISP transmembrane anchor
Family:ISP transmembrane anchor

32

PDB header:transferase

Chain: A: PDB Molecule:methyltransferase;

PDBTitle: the crystal structure of a methyltransferase domain from
bacteroides2 thetaiotaomicron vpi

10

PDB header:oxidoreductase

Chain: A: PDB Molecule:cytochrome b reductase 1;

PDBTitle: human duodenal cytochrome b (dcytb) in zinc ion and
ascorbate bound2 form

30

PDB header:oxidoreductase

Chain: B: PDB Molecule:nadh dehydrogenase [ubiquinone] iron-
sulfur protein 7,

PDBTitle: structure of mammalian respiratory complex i, class3.

30

PDB header:oxidoreductase

Chain: B: PDB Molecule:nadh dehydrogenase [ubiquinone] iron-
sulfur protein 7,

PDBTitle: mitochondrial complex i in the deactive state

30

PDB header:oxidoreductase

Chain: B: PDB Molecule:nadh dehydrogenase [ubiquinone] iron-
sulfur protein 7,

PDBTitle: structure of mammalian respiratory complex i, classl

30

PDB header:oxidoreductase

Chain: B: PDB Molecule:nadh dehydrogenase [ubiquinone] iron-
sulfur protein 7,

PDBTitle: structure of mammalian respiratory complex i, class2

11

PDB header:oxidoreductase

Chain: H: PDB Molecule:nadh-quinone oxidoreductase subunit 8;
PDBTitle: crystal structure of the membrane domain of respiratory
complex i from2 thermus thermophilus

30

B8

PDB header:ribosome

Chain: M: PDB Molecule:50s ribosomal protein 115;
PDBTitle: structure of the 50s large ribosomal subunit from
mycobacterium2 smegmatis

Fold:Phage tail proteins
Superfamily:Phage tail proteins
Family:Baseplate protein-like

PDB header:viral protein

Chain: K: PDB Molecule:capsid vertex component 2;
PDBTitle: herpes simplex virus type 1 (hsv-1) portal vertex-
adjacent2 capsid/catc, asymmetric unit

19

PDB header:cell adhesion

Chain: A: PDB Molecule:integrin alpha-iib;

PDBTitle: bicelle-embedded integrin alpha(iib) transmembrane
segment

PDB header:membrane protein
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27

Chain: A: PDB Molecule:beclin-1;
PDBTitle: crystal structure of beclin 1 evolutionarily conserved
domain(ecd)

55 c4ddpA Alignment not modelled
56 Cc3vp7A_ Alignment not modelled
57 c3j1zP_ Alignment not modelled

36

PDB header:protein transport

Chain: A: PDB Molecule:vacuolar protein sorting-associated
protein 30;

PDBTitle: crystal structure of the beta-alpha repeated, autophagy-
specific2 (bara) domain of vps30/atg6

17

PDB header:metal transport

Chain: P: PDB Molecule:cation efflux family protein;

PDBTitle: inward-facing conformation of the zinc transporter yiip
revealed by2 cryo-electron microscopy
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